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A flow chart for imy*butd dttcction of RNA alternative f pitting 
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G«nom«'wide g«nc c xptcaalon profiting wing oIlgo>Ugatlon strategy 
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Genom*»wid« RNA iltenutiv* cpliclnf monitoring Ming ollgo-Ufition ttriUgy 
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Wholc-f*n«m« oligp-Ujptioa atrattfy 
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Alternative Splicing Targets Selected for Microarray Analysis 



1. GAFDH (constitutive splicing control signal normalization). 



2. FGFR2/KGF (mutually exclusive exons, internal cell type control): 

KGFR (epithelial cells) 




3. Bcl-x (alternative 5' ss): 



FGFR2 (fibroblasts) 

Bcl-xL (inhibits PCD) 




Bcl-xS (enhances PCD) 



4. c-src (exon inclusion/exclusion): N-src 
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C-src 



5. CASP2 (exon inclusion /exclusion): ich-IS (inhibits PCD) 




Ich-IL (enhances PCD) 



6. CASP9 (alternative 5' ss): 




9b (dominant negative form) 
7. Fyn (src family tyrosine kinase, mutually exclusive exons): 







7A 




7B 







thymus specific 
8. NOS1 (alternative promoters /alternative 5'ss): 
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